471868) and C. hominis (GenBank XM_661199) are 94% identical (data not shown). Because analysis using NEBcutter V2.0 identified a TaqI site only in the sequence of C. hominis CP2 (Table 1) , TaqI was chosen for restriction fragment length polymorphism (RFLP) analysis.
Using qPCR, we found that 1 of 21 patients with diarrhea tested was positive for CP2 (data not shown). The patient with positive results was a 6-year-old girl with watery diarrhea. No other information about the patient was available. To further identify the species of Cryptosporidium responsible for the infection, the sample was digested using TaqI, which generated 99 bp and 125 bp bands, indicating that the patient was infected by C. hominis (Fig. 1) . C. hominis oocysts were also detected in the diarrheal stool sample by using the modified acid-fast staining (Fig. 2) .
Morgan-Ryan et al. [7] proposed a new species of Cryptosporidium, C. hominis, to indicate its isolation from human feces. However, C. hominis and C. parvum oocysts are morphologically indistinguishable [7] . Species discrimination is important for molecular epidemiological purposes to evaluate potential sources of infections [8] . Real-time PCR increases the speed of sample analysis and decreases the risks of contamination with DNA present in the laboratory [8] . The present study showed that both major Cryptosporidium species can be detected simultaneously and distinguished from each other by using TaqI to digest the CP2 gene of C. hominis. Because the CP2 gene is highly specific, no genetic information is available for other Cryptosporidium species, except for C. parvum and C. hominis in GenBank (www.ncbi.nlm.nih.gov/genbank/).
The genotypes of Cryptosporidium in Korea have been reported [9] [10] [11] . Cheun et al. [11] studied Cryptosporidium sp. in 3 rural areas by using a PCR-RFLP method to detect 18S rDNA sequences and identified C. parvum in 12 patients with Cryptosporidium infection. Therefore, the case confirmed by the present study is very important, because it indicates the presence of C. hominis infection in Korea.
In the present study, we developed a simple and accurate qPCR-based RFLP method for differentiating C. parvum from C. hominis. This method could be helpful in facilitating the detection of C. hominis infection in Korea.
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